Here, we report the draft genome sequence of Rhodococcus sp. strain 311R, which was isolated from a site contaminated with alkanes and aromatic compounds. Strain 311R shares 90% of the genome of Rhodococcus erythropolis SK121, which is the closest related bacteria.
GC, and nocardioform actinomycetes (1) . Rhodococcus species show remarkable metabolic versatility, including the ability to degrade hexane (2) , benzene (3), polychlorinated biphenyl (4), polybrominated diphenyl ethers (5) , and aromatic alcohols (6), and they are able to bioconvert a diverse range of organic compounds into triacylglycerols for use as biofuels (7) . Moreover, Rhodococcus equi has been described as a pathogen responsible for bronchopneumonia in young foals (8, 9) , and recently, Rhodococcus sp. strain BG43, closely related to Rhodococcus erythropolis, has been described as a degrader of the Pseudomonas quinolone signal, a quorum-sensing signal molecule employed by the opportunistic pathogen Pseudomonas aeruginosa (10) .
Here, we present the draft genome sequence of Rhodococcus sp. strain 311R (taxon identification [ID] 1617904), isolated from soil of a hydrocarbon-contaminated environment (11-13) and capable of growing in benzene, decane, phenol, or anthranilate as a sole carbon source.
The genome was sequenced using the Illumina MiSeq platform, which generated paired-end reads sequences of 250 bp, and assembled using Edena (14, 15) (7), R. equi 103S (8), R. pyridinivorans SB3094 (23), and Rhodococcus sp. Chr-9 (24) showed that the closest strain to 331R is R. erythropolis SK121, with an average 90.5% (amino acid sequence) ORF similarity. The two strains share 5,445 ORFs, with Ͼ80% similarity (88% of the whole genome), and 354 ORFs observed in the genome of the strain 311R are absent from the genome of strain SK121, indicating that these strains belong to different species.
Nucleotide sequence accession number. This draft genome sequencing project has been deposited in the European Nucleotide Archive under the accession number CFHW00000000.
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